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SEQUENCE LISTING 

<110> HAYES , PHILIP D . 

GENTRY, DANIEL R. 
VAN HORN, STEPHANIE 

<120> A-.tRNA Synthetases MetRS 

k-. - 

<130> GP70745B-C5D1 

<140> TO BE ASSIGNED 
<141> 2003-06-26 v 

<150> 10/324,981 
<151> 2002-12-20 

<150> 10/117,166 
<151> 2002-04-05 

<150> 09/963,266 
<151> 2001-09-26' 

<150> 09/489,650 
<151> 2000-01-24 

<160> 2 

<170> FastSEQ for Windows Version 4.0 

<210> 1 

<211> 1779 

<212> DNA 

<213> Homo sapiens 

<400> -1 

atgctgcgaa cgtccgtcct ccgcctgcta ggacgcacgg gggctagtag gctgtctctc 60 
ctggaggact tcggcccacg ctactacagt tcgggctccc tcagtgccgg cgatgatgct 120 
tgtgatgtgc gcgcctactt cactacaccc attttctacg tgaacgcggc gccgcacatc 180 



i 
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gggcacctgt actcggcact actggcggac gccctatgcc gccaccgtcg cctccgaggt 240 

cccagcacgg ccgccacgcg attctccact ggtaccgacg agcacgggct gaagattcag 3 00 

caggcagcag ctaccgcggg cctggccccg accgagctgt gcgaccgagt ctctgagcag 3 60 

ttccagcagc ttttccagga ggccggtatc tcctgcacag atttcatccg caccacggag 420 

gcccggcacc-gggtggctgt gcagcacttc tggggggtgc ttaagtcccg cgg.tctgctc 480 

tacaagggcg tctatgaagg ttggtattgc gcttccgacg agtgcttcct gcctgaggcc 540 

aaggtcaccc. agcagccggg cccatcgggg gattcgtttc ctgtatctct cgagagcggg -600. 

catccagtct cctggaccaa ggaagaaaac tacattttca ggc.tttccca gttccggaag ;6 60. 

ccactccagc ggtggctgcg gggcaaccct caggcgatca cccccgaacc atttcatcac 720 

gtagttcttc agtggctgga cgaggagctg cccgacctgt ccgtgtctcg cagaagtagc 7 80 

cacttgcact ggggcattcc ggtgcccggg gatgattcgc agaccatcta tgtatggctg 840 

gatgccctgg tcaactacct cactgtaatt ggctacccaa atgctgagtt caaatcttgg 900 

tggccggcca cctctcatat cataggtaag gacattctca aattccatgc catctattgg 960 

cctgccttcc tgttaggggc cggcatgagc ccgccacagc gcatctgtgt ccattcccac 1020 

tggacagtct gtggccaaaa gatgtccaag agcttgggca acgtggtgga tcctaggact 1080 

tgccttaacc gctataccgt ggatggcttc cgctactttc tccttcggca gggcgtcccc 1140 

aactgggact gtgactacta tgatgaaaag gtggttaagt tgctgaactc cgagctggca 1200 

gatgccttgg gaggtctctt gaaccgatgc actgccaaaa gaataaatcc ttctgagacc 1260 

tacccagcct tctgcactac ctgcttccct agtgagccag ggttggtggg gccgtcagtt 132 0 

cgtgctcagg cagaggatta tgctctggtg agcgcagtgg ccactttgcc aaagcaggta 1380 

gcagaccact atgataactt tcggatatat aaggctctgg aggccgtgtc cagctgtgtc 1440 

cggcaaacta atggttttgt ccaaaggcat gcaccatgga agctgaactg. ggagagccca 1500 

gtggatgctc cctggctggg tactgtgctt catgtggcct tggaatgttt gcgagtcttt 1560 

gggactttgc. tgcagcctgt caccccaagc ctagctgaca agctgctgtc taggctgggg 1620 

gtctctgcct cagagaggag tcttggagag ctctatttct tgcctcgatt ctatggacat 1680 

ccatgccctt ttgaagggag gaggctggga cctgaaactg ggcttttgtt tccaagacta 1740 

gaccagtcca ggacttggct ggtgaaagcc caccggacc 1779 

<210> 2 
<211> 593 
<212> PRT 

<213> Homo sapiens 
<400> 2 

Met Leu Arg Thr Ser Val Leu Arg Leu Leu Gly Arg Thr Gly Ala Ser 

1 5 10 15 

Arg Leu Ser Leu Leu Glu Asp Phe Gly Pro Arg Tyr Tyr Ser Ser Gly 

20 25 30 

Ser Leu Ser Ala Gly Asp Asp Ala Cys Asp Val Arg Ala Tyr Phe Thr 
35 40 45 



Thr Pro lie Phe Tyr Val Asn Ala Ala Pro His lie Gly His Leu Tyr 

50 55 60 

Ser Ala Leu Leu Ala Asp Ala Leu Cys Arg His Arg Arg Leu Arg Gly 
65 . 70 75 80 : 

Pro.:;Ser Thr Ala Ala Thr Arg Phe Ser Thr Gly> Thr Asp Glu His Gly 

• 85 90 9 5 

Leu ;Lys lie Gin. Gin Ala Ala Ala Thr: Ala Gly Leu Ala Pro Thr Glu 

. •• • 100 105 110 

Leu .Cys Asp Arg Val Ser Glu Gin Phe Gin Gin Leu Phe Gin Glu Ala 

. :> - 115 • 120 " 125 

Gly lie Ser Cys Thr Asp Phe lie Arg Thr Thr Glu Ala Arg His Arg. 

130 135 140 

Val Ala Val Gin His Phe Trp Gly Val Leu Lys Ser Arg Gly Leu Leu 
145 150 ■ -•■ .- • .155 160 

Tyr Lys Gly Val Tyr Glu Gly Trp Tyr Cys Ala Ser Asp Glu Cys Phe 

165 170 175 

Leu Pro Glu Ala Lys Val Thr Gin Gin Pro Gly Pro Ser Gly Asp Ser 

.' , .180 . .- • ■ .185 . 190 

Phe Pro Val Ser Leu Glu Ser Gly His Pro Val Ser Trp, Thr Lys Glu 

195 200 . 205 

Glu Asn, Tyr lie Phe Arg Leu Ser Gin Phe Arg Lys Pro Leu Gin Arg 

210.. 215 . 220 

Trp Leu Arg Gly Asn Pro Gin Ala lie Thr Pro Glu Pro Phe His His 
225' J 230 235. 240 

Val Val Leu Gin Trp Leu Asp Glu Glu Leu Pro Asp Leu Ser Val Ser 

245 250 255 

Arg Arg Ser Ser His Leu His Trp Gly lie Pro Val Pro Gly Asp Asp 

260 265 270 

Ser Gin Thr He Tyr Val Trp Leu Asp Ala Leu Val Asn Tyr Leu Thr 

275 280 285 

v 

Val He Gly Tyr Pro Asn Ala Glu Phe Lys Ser Trp Trp Pro Ala Thr 

290 295 300 

Ser His He He Gly Lys Asp He Leu Lys Phe His Ala He Tyr Trp 
305 310 315 320 

Pro Ala Phe Leu Leu Gly Ala Gly Met Ser Pro Pro Gin Arg He Cys 

v 325 330 335 

Val His Ser His Trp Thr Val Cys Gly Gin Lys Met Ser Lys Ser Leu 

340 345 350 

Gly Asn Val Val Asp Pro Arg Thr Cys Leu Asn Arg Tyr Thr Val Asp 
355 360 365 



Gly Phe Arg Tyr Phe Leu Leu Arg Gin Gly Val Pro Asn Trp Asp Cys 

370 375 380 

Asp Tyr Tyr Asp Glu Lys Val Val Lys Leu Leu Asn Ser Glu Leu Ala 
385 390 395 .400 

Asp Ala Leu Gly Gly Leu Leu. Asn Arg Cys... Thr Ala. Lys Arg Tie Asn 

405 410, 415 

Pro: Ser. Glu Thr Tyr - Pro. Ala Phe. Cys . Thr ,Thr Cys Phe Pro .Ser:. Glu- 

420 425 - 430. 

Pro Gly Leu Val Gly Pro Ser Val Arg Ala Gin Ala Glu Asp Tyr Ala 

435 440 . 445 

Leu Val Ser Ala Val Ala Thr Leu Pro Lys Gin Val Ala Asp His Tyr 

450 455 460 

Asp Asn Phe Arg lie Tyr Lys Ala Leu ,Glu Ala Val Ser Ser Cys Val 
465 470 475 . 480 

Arg Gin Thr Asn Gly Phe Val Gin Arg. His Ala Pro Trp Lys Leu Asn 

485 490 495 

Trp Glu Ser Pro Val Asp Ala Pro Trp Leu Gly Thr Val Leu His Val 

500 505 510 

Ala Leu Glu Cys Leu Arg Val Phe Gly Thr . Leu ^Leu Gin Pro Val Thr 

515 520 525 

Pro Ser Leu Ala Asp Lys Leu Leu Ser Arg Leu Gly Val Ser Ala Ser 

530 ' 535 540 

Glu. Arg. Ser ■ Leu . Gly Glu Leu Tyr Phe Leu Pro Arg Phe Tyr Gly His 
545 ' 550 • 555: 560 

Pro Cys Pro Phe Glu Gly Arg Arg Leu Gly Pro Glu Thr Gly Leu Leu 

565 570 575 

Phe Pro Arg Leu Asp Gin Ser Arg Thr Trp Leu Val Lys Ala His Arg 

580 585 ' 590 

Thr 
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